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FIGURE 12 



10 



-L 



20 



30 
-L 



40 



50 



60 
L 



New 95-04-12 
New 95-04-12 



- 25 .Seq(l>484) <- GNNGAGTGTGGG^^ 

- 27 .Seq(l>437) -> CCCGGGTACCGAGCTCGAATTCCGTTG 

GXXGAGTGTGGGACGGGGGGXGXAGXAATTAAG SYMGGG tAYSGAGCWCGRRKTS CGTTG 
70 80 90 100 110 120 



-L 



-L 



J- 



New 95-04-12- 
New 95-04-12- 
New 95-04-12- 
New 95-03-30- 
New 95-04-12- 



New 95-04-12- 
New 95-04-12- 
New 95-04-12- 
New 95-03-30- 
New 95-04-12- 



25.Seq(l>484) 
27.Seq(l>437) 
01.Seq(l>382) 
34.Seq(l>439) -> 
21.Seq{l>466) <- 



<- GNNNAGANANTCNNIGGAGA^ 

-> NTGTCGCCGTTGN- TGTCG CAGATGCCCATGCCGATTCTTCG^^GCCATGTOX^ 

CAGATGCCCATGCCGAl^Vl'l^GAAAGCCATGTTGC 
CAGATGNCCATGCCGATTCTTCGAAAGCCATGTTGC 

_ _ CCATGTTCC 

GTGlMGMCRTTGXxTGKMGaaxgaCAGATGSCCATGCCGATTC 

130 140 150 160 170 180 

■ ■ ■ ■ I I i .... i i i - ... i .... i .... i .... i . ... i 

25.Seq(l>484) <- AAGAAGGCTQACGTCAANAAGGACG 

27 . Seq (1>437 ) -> CAGA -GCGAACGTCAAGCATCTCAAA-ATTC -AAA — CTGTGCCCTT - CA 

01 . Seq ( 1>3 82 ) -> CAGA-GCCAACGTCAAGCATCTCAAA-ATTCTCAACACTC 

34 . Seq ( 1>439 ) -> CAGA-GCCAACGTCAAGCATCTCAAA-ATTCT^ -CTGTGCCCTT -CA 

21.Seq(l>466) <- AAGA-NCGA-CGTCAA-CATCCCAAA-AT-CTCAACACNCC -CAA — CTNTTCCCTT - CA 

MAGA-GCCAACGTCAAGCATCHCAAA-ATTCTCAA^ 

190 200 210 220 230 240 

I i i i i I i i i i I 



J- 



-L 



New 35-04-12- 
New 15-04-12- 
New ^-04-12- 
New 8*5-03-30- 
New SS-04-12- 



25.Seq(l>484) <- 
27.Seq(l>437) -> 
01.Seq(l>382) -> 
34.Seq(l>439) -> 
21.Seq(l>466) <- 



' 

GTITCTAAAAAAAAAAAANAAGAACNGCGACAGACAAGTGTNN 

GATTGTAGCCCGGCTGAAGAACAACAAC -A- -GACAAGTGTGCA - TTGACCCGAAGCTAA 
GATTGTAGCCCGGCTGAAGAACAACAAC -A- -GACAAGTGTGCA-TTGACCCGAAGCT-A 
GATTGTAGCCCGGCTGAAGAACAACAAC -A- -GACAAGTGTGCA -TTGACCCGAAGCT- A 
GATTGTAGCCCGGCTGAAGAACAACAAC -A- AGACAAGTGTGCATTTGACCCGAAGCT AA 
GATTGTAGCCCGGCTGAAGAACAACAAC - A - aGACAAGTGTGCA - TTGACCCGAAGCTaA 
250 260 270 280 290 300 
' ' ■ ■ ' 1 1 1 ' 1 ' ' ■ ' 



New £5-04-12- 
New £5-04-12- 
New ^-04-12- 
New §5-03-30- 
New ^5-04-12- 



25.Seq(l>484) <- 
27.Seq(l>437) -> 
01.Seq(l>382) -> 
34.Seq(l>439) -> 
21.Seq(l>466) <- 



NAGTGGATNCAGGAGTACC -TGGAGNNAA-CTATGAACAAOT -AAAG 
A - GTGGATTCAGGAGTACC - TGGAG - AAAGCTTTAAACAAGTAAGCACAACAGCC -AAAA 
AAGTGGATTCAGGAGTACC - TGGAGGAAAGCTTTAAACAAGTAAGCACAACAG - CCAAAA 
AAGTGGATTCAGGAGTACC - TGGAGTAAAGCTTTAAACAAGTAAGCACAACAG -NCAAAA 
AAGTGGATTCAGGAGTACCCTGGAG-AAAGCTTTAAACAA 

AAGTGGATTCAGGAGTACC - TGGAG kAAAGCTITAAACAAGTAAGCACAACAGcC cAAAA 
310 320 330 340 350 360 



-L 



New 95-04-12- 
New 95-04-12- 
New 95-04-12- 
New 95-03-30- 
New 95-04-12- 
New 95-04-12- 



25.Seq(l>484) 
27.Seq(l>437) 
01.Seq(l>382) 
34.Seq(l>439) 
21.Seq(l>466) 
19.Seq{l>463) 



<- 
-> 
-> 
-> 
<- 
<- 



AGGACTTNCCGCTAGACCCACTCGAGGAAAACTAAAAC^ 

AGGACTTTCCGCTAGACCCANTCGANGAAAACTAAAACCTTC 

AGGACTTTCCGCTAGACCCACTCGAGGAAAACTAAAACCTTGTGA^ 

AGGACTTTCCGCTAGACCCACTCGAGGAAAACTAAAACCTTGTGAG^ 

AGGACTTTCCGCTAGACCCACTCGAGGAAAACTAAAACCTTC 

_ _ AN-TGAAGGGCCAA 

AGGACTTTCCGCTAGACCCACTCGAGGAAAACTAAAACCTTGTCA 



370 



380 
JL 



390 



400 



410 



420 



New 95-04-12- 
New 95-04-12- 
New 95-04-12- 
New 95-03-30- 
New 95-04-12- 
New 95-04-12- 



25.Seq(l>484) 
27 .Seq(l>437) 
01.Seq(l>382) 
34.Seq(l>439) 
21.Seq(l>466) 
19.Seq(l>463) 



<- 
-> 
-> 
-> 
<- 
<- 



AGACGTGGGGG - AGGGGGCCNTAAC - CA - TGAGGACCAGGTGTGTGTGTGGGG - TGGG - C 
AGACGTGGGGGGAGGGGGGCTTAAC - CA-TGAGGACCAGGTGTGTGTGT-NGGGTGGGGC 
NGACGTNGNGG- AGGGGGGCTTAACC - AT-GAGGACCAGGTGTGTGTNTGGGGGTGGG-T 
TGTTNTTGTGG - AGGGGGCCTTAACC - AT - GAGGACCAGGTGTGTGTGTGGGG - TGGG - C 
AGACGTGGGGG -AGGGGGCCTTAAC-CA-TGAGGACGAGGTGTG 
AGACGTCGC^ 

WGACGTKGKGG - AGGGGGSCTTAAC c cAt t GAGGACCAGGTGTGTGTGTGGGGgTGGG - C 
430 440 450 460 470 480 

1 ' ' ' 1 1 1 1 1 1 1 ' ■ ■ ■ 1 ■ ■ ■ ■ ' ■ ■ ■ ■ I I ■ ... i ■ ... i .... i .... i 



New 95-04-12- 
New 95-04-12- 
New 95-04-12- 
New 95-03-30- 



25.Seq(l>484) 
27.Seq(l>437) 
01.Seq(l>382) 
34.Seq(l>439) 



<- 
-> 
-> 
-> 



ACATTG-ATCT-GGG-ATCGGGCCTGAGGTTTGC 
ACATTGGATCTTN-G-ATCGGGCCTGAGGTTTGGC^ 

ACATTGNATCTTGGG - ATCGGGCCTGAGGTTNGGCAGAATTTNGNCCCTC 
ACATNGNATCT-GGGTATCGGGCCTGAGGTTTGNCAGC^ 

ACATTGxATCT t GGG - ATCGGGCCTGAGGTTTC SATTTATRGC 



430 



440 
■ ■lii 



450 



^^0 



470 
i i I i 



480 



New 95-04-12- 
New 95-04-12- 



21.Seq(l>466) <- 
19.Seq(l>463) <- 



ACATTG - ATCT - GGG - ATCGGGC CTGAGGTTTGC CAGCATTTAGAC C CTGCATTTATAGC 
A CATTG - ATCT-GGG - ATCGGGCCTGAGGTTTGCCAGCATTTAGACCCTGCA 
ACATTGxATCT t GGG - ATCGGGCCTGAGGTTTG S CAGCATTTAGACC CTG S ATTTATRGC 

490 500 510 520 530 540 

• • • ■ .... i .... i i .... i i .... i i .... i ■. ■ ■! 



New 95-04-12- 
New 95-04-12- 
New 95-04-12- 
New 95-03-30- 
New 95-04-12- 
New 95-04-12- 



25.Seq(l>484) <- 
27.Seq(l>437) -> 
01.Seq(l>382) -> 
34.Seq(l>439) -> 
21.Seq(l>466) <- 
19.Seq(l>463) <- 



ATACGGTATGATATTGCAG 
ATACGGNNTGATNTNN 
ATCC 

ATACGGCATGATATTGCAGNTTAT-T^ 
■ ATACGGTATGATATTGCAGCTTATATTCATCCATGCCC -TGTACCTGTGCACGTTGGAAC 
• ATACGGTATGATATTGCAGCTTATATTCATCCATGCCC -TGTACCTGTGCACGTTGGAAC 
ATACGGYATGATATTGCAGCTTATaTTCATCCATGCCCxYGTACC 

550 560 570 580 590 600 

.... i .... i .... i .... i .... i ■■■■ i .... i .... i .... i .... i .... i ■■■■ t 



New 95-03-30- 
New 95-04-12- 
New 95-04-12- 



34.Seq(l>439) -> 
21.Seq(l>466) <- 
19.Seq(l>463) <- 



TAG 

TTTTATTACTGGGGTITITrCTAAGAAAGAAATTC 
TTTTATTACTC 

TWKTATTACTGGGGTITTTCTAAGAAAGAAATTC 

610 620 630 640 650 660 
i .... i .... i .... i .... i i . . . . i . . . . i . . . ■ I ■ . . ■ i . ■ ■ ■ I ■ i ■ i l 



New 95-04-12- 
New 95-04-12- 



19.Seq(l>463) <- 
17.Seq(l>461) <- 



TTAGTTCCTTCATGATCATCACAATC - AAC 

GGTCATCNCAATCATCATCATTCTCATTC 



TTAGTTCCTTCATGRTCATCACAATCATCATC^ c AAC 

670 680 690 700 710 720 

i i i i I i i i i I i i i i I i i i i I i i i i I i i i i I i t i i I t i i i I i i i i I i i i i I i i i i I i i * i I 



New ?g-04-12- 
New lg-04-12- 



19.Seq(l>463) <- 
17.Seq(l>461) <- 



GAGTACTTCAAGATCTGAATTTGGCTTC 
GAGTACNTCAAGATCTG-ATTTGGCTT^ 
GAGTACTTCAAGATCTGaATTTGGCTO 

730 740 750 760 770 780 

i i i i I i i i i I i i i i I i i i i I i > i > I i i i i i t i i i I i i i i I i i i i I i i i i I i i i i I i > i i I 



New SSs-04-12- 
New fg-04-12- 
New 95-03-30- 



19.Seq(l>463) 
17.Seq(l>461) 
09.Seq(l>445) 



<- CTGGGCACAGTC7VGGTGGTGGCTTAACAGGGAGCTGGAA 
<- CTGGGCACAGTCAGGTGGTGGCTTAACAGGGAGCTGGAA 

-> GGGAGCTGGAAAAAGTGTCCTTTCTTCAGACA 

CTGGGCACAGTCAGGTGGTGGCTTAAC^^ 

790 800 810 820 830 840 
■ ... i .... i .... i .... i .... i .... i .... i .... i .... i .... i .... i .... i 



New SS-04-12- 
New §§-04-12- 
New 9€-03-30- 



19.Seq(l>463) <■ 
17.Seq(l>461) <• 
09.Seq(l>445) -: 



CTGAGGCTCCCGCAGCAGCGCCCCTCCCAAGAGGAAGG 
CTGAGNCTCCCGCAGCAGCGCCCCTCCCAAGAGGAAGGCCTCTGTGGCA 
CTGAGGCTCCCGCAGCAGCGCCCCTCCCAAGAGGAAGGCC 
CTGAGGCTCCCGCAGCAGCGCCCCTCCCAAGAGGAAGGCCTCTGT^ 

850 860 870 880 890 900 

.... i ....*.... i .... i .... i .... i .... i .... i .... i .... i .... I .... ■ 



New 95-04-12- 
New 95-03-30- 



17.Seq(l>461) 
09.Seq(l>445) 



• ACTGGGGCTGGGCGCCGCCACTGCCTTCACCTCCTC 
• ACTGGGGNTGGGCGCCGCCACTGNCTTCACCTCCTCTTTC 
ACTGGGGCTGGGCGCCGCCACTGCCTTCACCTCCTCTTTC 

910 920 930 940 950 960 

.... i .... i .... i .... i .... i ■ ... i .... i .... i ■ ... i i .... i 



New 95-04-12- 
New 95-03-30- 
New 95-04-12- 



17.Seq(l>461) <- 
09.Seq(l>445) -> 
03.Seq(l>447) -> 



TGGGCTCCATGTAGAAGCCACTATTACTGGGACTGTGCTCAG^ 
TGGGCTCCATGTAGAAGCCACTATTACTGGGACTC 

CCCAGCTA 

TGGGCTCC ATGTAGAAGCCACTATTACTGGGACTGTGCTC AGAGACCC CTC TC CCAGCTA 

970 980 990 1000 1010 1020 

i i i i I i i i i I i i i i I i i i i I i i i i I i i i i 1 i i i i I i i i i I i i i i I i i i i I i i i i I i i i i I 



New 95-04-12- 
New 95-03-30- 
New 95-04-12- 



17.Seq(l>461) <- 
09.Seq(l>445) -> 
03.Seq(l>447) -> 



TTCCTACTCTCTCCCCGACTCCGAGAGCATGCTTAATCTTGCTTC 

TTCCTACTCTCTCCCCGACTCCGAGAGGATGCTTAATC 

TTCCTACTCTCT 

TTCCTACTCTCTCCCCGACTCCGAGAGCATGCTTAATCTTGCTTC 



1030 
i i I i i 



1040 
■ ■ i . . 



1050 
■ ■ ■ ■ 



060 



1070 
■ . i ■ ■ 



_L 



1080 
. ■ I 



<- TAGCCTGATCAGCGCCGCACCAG^ 

-> TAGNCTGATCAGNGCCGCACCAGCCGGGAAGAGGGTGATTGCT^ 
-> TAGCCTGATCAGCGCCGCACCAGCCGGGAAGAGGGTGATTGCT^ 

<- AG - TCGTGCCCTGGA 

-> TGCCCTGCA 

TAGCCTGATCAGCGCCGCACCAGCCGGGAAGAGGGTGATTGCT^ 

1090 1100 1110 1120 1130 1140 
■ ... i ■ ... i ■ ... i ■ ... i .... i .... i .... t .... i .... i .... i .... i .... i 



New 95-04-12- 
New 95-03-30- 
New 95-04-12- 
New 95-04-12- 
New 95-04-12- 



17.Seq(l>461) 
09.Seq(l>445) 
03.Seq(l>447) 
ll.Seq(l>463) 
07.Seq(l>453) 



New 95-03-30- 
New 95-04-12- 
New 95-04-12- 
New 95-04-12- 
New 95-04-12- 



New 95-03-30- 
New 95-04-12- 
New 95-04-12- 
New 95-04-12- 
New 95-04-12- 



New gf-03-30- 
New Q5-04-12- 
New ja5-04-12- 
New jg^-04-12- 
New ^95-04-12- 



ffl 



09.Seq(l>445) 
03.Seq(l>447) 
ll.Seq(l>463) 
07.Seq(l>453) 
05.Seq(l>475) 



09 .Seq(l>445) 
03.Seq(l>447) 
ll.Seq(l>463) 
07.Seq(l>453) 
05.Seq(l>475) 



09.Seq(l>445) 
03.Seq(l>447) 
ll.Seq(l>463) 
07.Seq(l>453) 
05.Seq(l>475) 



-> TCCCTCTCC-TCCCAGGGGCTGNCCCAC-AGNTC-GGGCCCT-CTGTG^ 

-> TCCCTCTCC - TCCCAGGGCCTGCCCCAC - AGCTC - GGGCCCT- CTGTGAGATCCGT - CTT 

< - TCCCTCTCCCTCCCAGGNCCTTCCCCACAAGCTCGGGGCCCT-CTGT^ 

-> TCCCTCTCC -TCCCAGGGCCTGCCCCAC -AGCTC-GGGCCCT-CTGTGAGATCCGT-CTI 

-> CGACGGNCAGTGCCAAGCTTGCAT 

TCCCTCTCC -TCCCAGGGCCTGCCCCAC -AGCTC -GGGCCCT-CTGTGAGAHCCGT-CTI 

1150 1160 1170 1180 1190 1200 
■ ... i ■ ... i ■ ■■■ i .... i .... i .... i .... i .... i .... i .... i .... i ■ ■■■ i 

-> TNGG -CTCCTCCAGAATGG-GNTGGCCC - CTCCTGGGGATGTGTAATGGTCCCCC - TGCI 
-> T-GGCCTCCTCCAGAATGGAGCTGGCCCTCTCCTGGGGATG 
<- T-GCCCTCCTCCAGAATGGAGCTGGCCCTCTCCTGGGGATC 
-> T-GGCCTCCTCCAGAATGGAGCTGGCCCTCTCCTGGGGATGTGT 

-> GCCTCCTCCAGAATGGAGCTGGCCCTCTCCT^ 

T -GGCCTCCTCCAGAATGGAGCTGGCCCTCTCCTGGGGA - TGCT 

1210 1220 1230 1240 1250 1260 
i i i i I i i i i I i i i i I i i i i I i i i i I i i i i I i i i i I i i i i I i i i i I i i i i I i i i i I i i i i I 

-> TAG 

-> TACCCGC -AAAAGACAAGTCTTTACAGAATCAAATGCAATTT^ 
<- TACCCCCAAAAAGACAAGTCTTTACAGAATCAAATGCAA^^ 
-> TACCCGC -AAAAGAG^GTCTTTACAGAATCAAATGCAAT^ 
-> TACCCGC - AAAAGACAAGTCTTTACAGAATCAAATGCAATTTTAAATC 
TACCCGC -AAAAGACAAGTCTTTACAGAATCAAATGCAATTTTAAATC 



1270 



i 



1280 
i i I i i 



1290 



1300 



1310 
■ ■ ■ 



1320 



-L 



New ^5-04-12- 
New ^5-04-12- 
New 55-04-12 - 
New ^-04-12- 



Newf$5'-04-12- 
New "#5-04-12- 
New 95-04-12- 
New 95-04-12- 



New 95-04-12- 
New 95-04-12- 
New 95-04-12- 
New 95-04-12- 
New 95-03-30- 
New 95-03-30- 
New 95-04-12- 



03 .Seq(l>447) 
ll.Seq(l>463) 
07.Seq(l>453) 
05.Seq(l>475) 



03.Seq(l>447) 
ll.Seq(l>463) 
07.Seq(l>453) 
05.Seq(l>475) 



-> TTGAGTGACTGGGTITTGGTGATTGNCTC 

<- TTGAGTGACTGGGTTTTG - TGATTGCCTCTGAAGCCTATGTATGCCATGGLAGGCACTAAC 
-> TTGAGTGACTGGGTTTTG - TGATTGCCTCTGAAGCCTATGTATGCCATGGAGGCACTAAC 
-> TTGAGTGACTGGGTTTTG - TGATTGCCTCTGAAGCCTATGTATGCCATGGAGGCACTAAC 
TTGAGTGACTGGGTl'l'IG-TGATTGCCTCTGAAGC 

1330 1340 1350 1360 1370 1380 

,,„■■— J..1 i i 1 i I 1,^,1.1,1,1 t 1,1 i i i I, i i 1 i i i i I i i i i I i i i i I i I i i 1 i i i i I i i i i I i i i i I 

-> AAACTCTGAGGTTTCCGAAATCAGAAGCGAAAAA-TCAGTGAATAAA 
<- AAACTCTGAGGTTTCCGAAATCAGAAGCGAAAAAATC^ 
-> AAACTCTGAGGTTTCCGAAATCAGAAGCGAAAAAATCAG 
-> AAACTCTGAGGTTTCCGAAATCAGAAGCGAAAAAATCAGTGAAT 
AAACTCTGAGGTTTCCGAAATCAGAAGCGAAAAAATCAGT^ 

1390 1400 1410 1420 1430 1440 
. ... i .... i .... i .... i .... i .... i .... i .... i .... i .... i .... i .... i 

-> ACTA-CCCCTCCTGAAGC -ACAGNAGGGTT 

<- ACTACCCCCTCCTGAAGCCACAGCAGGGTTTCAGGTTCCAATC -AGAACTGTTGGC - AAG 
-> ACTACCCCCTCCTGAAGCCACAGCAGGGTTTCAGGTTCCAATC -AGAACTGTTGG- CAAG 
-> ACTACCCCCTCCTGAAGCCACAGCAGGGTTTCAGGTTCCAATC - AGAACTGTTGG- CAAG 
<- CNA-NNAGAACTGTTGCCCG-G 
< - GATCAAGGGCTGTTGGCCGAG 

-> CTGTTGGCA-AG 

ACTACCCCCTCCTGAAGCC^CAGCAGGGTTTCAGGTTC 

1450 1460 1470 1480 1490 1500 
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03 .Seq{ 
ll.Seq{ 
07 .Seq{ 
05 .Seq( 
03 .Seq{ 
30.Seq( 
09.Seq( 



1>447) 
1>463) 
1>453) 
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1>377) 
1>381) 



New 95-04-12- 
New 95-04-12- 
New 95-04-12- 



ll.Seq(l>463) 
07 .Seq(l>453) 
05.Seq(l>475) 



<- GT - GAC ATTTCC ATGK1ATAAATGCGATCGACAGA - GGTATTT - GTAACTT 

-> GT-GACATTTCCATGCATAAATGCGATCCACAGAAGGTCC 
-> GT - GACATTTCCATGCATAAATGCGATCCACAGAAGGTC 
GT - GACATTTCCATGCATAAATGCGAWCCA.CAG 
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New 95-03-30- 
New 95-03-30- 
New 95-04-12- 



New 95-04-12- 
New 95-04-12- 
New 95-04-12- 
New 95-03-30- 
New 95-03-30- 
New 95-04-12- 



New 95-04-12- 
New 95-03-30- 
New 95-03-30- 
New 95-04-12- 



New 95-03-30- 
New r9f-03-30- 
New >5-04-12- 



New ^95-03-30- 
New "9B-03-30- 
New .£5-04-12- 



New ^5-03-30- 
New l<fe-03-30- 
New g§5-04-12- 



03.Seq(l>376) 
30.Seq(l>377) 
09.Seq(l>381) 



ll.Seq(l>463) 
07.Seq(l>453) 
05.Seq(l>475) 
03 .Seq(l>376) 
30.Seq(l>377) 
09.Seq{l>381) 



05.Seq(l>475) 
03 .Seq(l>376) 
30.Seq(l>377) 
09.Seq(l>381) 



03 .Seq(l>376) 
30.Seq(l>377) 
09.Seq(l>381) 



03 .Seq(l>376) 
30.Seq(l>377) 
09.Seq(l>381) 



03.Seq(l>376) 
30.Seq(l>377) 
09.Seq(l>381) 



New ^5-03-30- 
New 95-03-30- 
New 95-04-12- 



03 .Seq(l>376) 
30.Seq{l>377) 
09.Seq(l>381) 



<- GT - GACATTTCCATNCATAAATGCGAACCACAGNNGGNCC -NGGNGGNA- TT - TNTACCT 
<- GTGGNAATTTCCATNCANAAATGCGAACCCCAGGGGGGC - TT - GTAACCT 

-> GT - GACATITCCATGCATAAATGCGATCCACAGAAGG -GGTATTT - GTAACTT 

GT-GACATTTCCATGCATAAATGCGAWCCACAGRRGGKC 

1510 1520 1530 1540 1550 1560 
1 i i i I i i i i I i i i i I i i i i 1 i i i i I i i i t I i i i i I i i i i I i i t i 1 i i i i I t i t i I i i i i I 

<- TTTGCAAGGCATTITTTTTATATATAT - TTTTGTGGGCA 
-> TTNGGAAGGNA^'l'I'NNNNTATATATAT - TTTNGGGAN 
-> TTGGNAAGGC - A - TTTONNNNATATATATTTNGGGGCACATTT^ 

<- TTTNCCAGGCAN - TTTTTTAAAAAAAAANTTTGT - NCANATTTT1*TTNTAC GNTTCNTN^. 
<- TTTTCCAGGNAA1T1TIUTAAAAAAAA-NTTTCT 
-> T*ITGNAAGGCAT r l'l'lTlU'lATATATAT-TTTTGNG^ 
TTKKSMAGGCAWtTTTTTTAWAWAW^ 

1570 1580 1590 1600 1610 1620 
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-> AGAAACAAATGT - TTTCAAAATNT - TTTAT - GGTC GACAATCAAT 

<- GNAANCCAATGTATTCCCCAANATATTTANANGCGGACAANTC - - ANATANTTGGAGTGG 
<- GGANGCO^IAraNATNCCCC — AAAAATTTGGGGNGG 
-> GAAAACAAATGT^^ 

GRAARCMAATGTATTYO^MAATATRTTTATAG^ 

1630 1640 1650 1660 1670 1680 
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<- ANCCAAATGGATNTCAGTAGTTTAAACNTCTCTANTATCC 
<- NGCCAANTGGATTTCAGGAGNTNAAACCTC 

- > AGCCATATGAATGTCAGTAGTTTATACTTCTCTATTATC 

AGCGAWATC 

1690 1700 1710 1720 1730 1740 
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<- NAGNAANAAANATGAAAAANGAATNTGGTT^ 
<- AAGGNAAAAAAATGAAAAANNGATNTGGTTT^ 

- > AAGAAATATATATGATATATAAATGTGATTG 

AAGRAAWAV^WA^ 

1750 1760 1770 1780 1790 1800 
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<- TTTTCACTTNTNCCAAAATTNTACCCNATN^ 

<- ttttcncttnnnccn^ 

- > ttttcagttgtactaa 

ttttcacttxtxcyaaaattxtaycm^txt™ 

1810 
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<- GATT 
<- NA 

-> AATTGTTTCATGGGTAA 
RATTGTTTCATGGGTAA 



